Esophageal cancer (EC) is the eighth most common cancer globally in 2012 and predominantly occurs in the man (Enzinger and Mayer, 2003; Conteduca et al., 2012). EC is classified mainly into two types, esophageal squamous cell carcinoma (ESCC) and esophageal adenocarcinoma, accounting for 60-70% and 20-30% of all EC cases, respectively. In a previous statistical study it was reported that the numbers of new EC cases and EC-related deaths worldwide in 2008 were estimated to be 482, 300 and 406,800, respectively (Jemal et al., 2011). This high mortality rate is largely due to the characteristics of EC such as frequent distant/local metastasis and poor subjective symptoms leading to difficulty with early diagnosis. Patients affected with EC diagnosed at late stages mostly have unsatisfactory prognosis, even though various therapeutic options are available. Therefore, there is an urgent need to develop effective methods that enable the early detection of EC (Orringer, 1993), prompting us to search for novel biomarkers for EC. Here, we provide datasets from RNA-Seq analysis of Het-1A, a normal human esophageal squamous cell line (Stoner et al., 1991) , and TE-1, TE-5, and TE-8, which are well-, poorly-, and moderately-differentiated ESCC-derived cell lines, respectively (Nishihira et al., 1993) . The raw data of these experiments have been deposited at DNA Data Bank of Japan (DDBJ) under the accession IDs DRR084199, DRR084200, DRR084201, and DRR084202.
Neoplastic cell lines used in this study were TE-1, TE-5, and TE-8, which were established from well-, poorly-, and moderately-differentiated ESCC, respectively [1] . These cell lines were purchased from RIKEN Cell Bank (Tsukuba, Japan) and cultured in RPMI-1640 medium supplemented with 10% fetal bovine serum. Het-1A, an SV40 large T antigenharboring normal human esophageal squamous cell line [2] , was purchased from American Type Culture Collection (Manassas, VA, USA) and cultured using the BEGM kit (Lonza, Basel, Switzerland) but without addition of the GA-1000 (gentamycin-amphotericin B mix) 
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Genomics Data j o u r n a l h o m e p a g e : w w w . e l s e v i e r . c o m / l o c a t e / g d a t a provided with the kit. Total RNA was isolated from these cells using ISOGEN reagent (Wako, Osaka, Japan) according to the manufacturer's protocol. RNA purity was evaluated by the RNA integrity number (RIN), a representative index to assess RNA quality determined using the Agilent 2100 bioanalyzer (Agilent, Santa Clara, CA, USA). The RIN value of all RNA samples used in this study was shown to be 10. The RNA samples were then subjected to ribosomal and mitochondrial RNA depletion using Ribo-Zero rRNA Removal Kit (Illumina).
Sequencing, mapping and normalization
Maltiplex RNA-seq libraries were generated for samples using TruSeq Stranded Total Library Preparation Kit (Illumina). Libraries were generated according to TruSeq Standed Total RNA Low Sample Protocol. Sequencing was carried out on HiSeq2500 (Illumina) according to the protocol of 2 × 125 bp run. As an output of this sequencing, 53 million to 66 million raw reads were obtained from the individual Table 1 and Table 2 , respectively.
Expression analysis
Assembly of transcriptomes from RNA-Seq data and quantification of their expression levels were performed using Cufflinks (ver. 2.2.1). Fragments per kilobase of exon per million fragments mapped (FPKM) values are used as an index of expression level. Differential gene expression among the cell lines were analyzed using Cuffdiff (ver. 2.2.1).
Correlations of FPKM values per sample
Correlations of normalized FPKM values between the samples were assessed (Fig. 1 ). Using FPKM values of all annotated genes, the values of correlation coefficients between Het-1A and TE-1/5/8 are calculated to be 0.234 (Het-1A vs. TE-1), 0.323 (Het-1A vs. TE-5), and 0.401 (Het-1A vs. TE-8). Correlation coefficients among the three ESCC-derived cell lines range from 0.419 to 0.697. These values possibly indicate that the individual ESCC-derived cell lines show a more similar gene expression pattern to each other than to Het-1A. When analysis objects are filtered with the criteria of FPKM N 1 or N10 for both of paired samples, the values of correlation coefficients increase to 0.804-0.956.
